RNA species have been identified in murine erythroid cells which contain both 5' flanking and structural gene sequences from the betamaj globin gene. Two nonpolyadenylated RNA transcripts, average 3700 and 1800-1900 nucleotides long, were identified by denaturing agarose gel electrophoresis and were found to hybridize to both 5' and 3' betamaj globin flanking sequences. This finding suggests that transcription initiated in the 5' flanking region does proceed past the polyadenylation site. The apparent higher concentration of the 5' flanking sequences in precursor RNA molecules, as compared to mature polyadenylated globin mRNA, suggests increased precursor stability of beta globin transcripts initiated in the 5' flanking region.
INTRODUCTION
Initiation site heterogeneity has been well documented for globin transcripts from both human and mouse cells (1) (2) (3) (4) (5) . In addition to the canonical polymerase II "cap" site initiated transcripts, 5-20% of beta-and epsilon-globln gene transcripts originate in the 5' flanking region (1) (2) (3) (4) (5) (6) .
Most of the discrete transcript termini are mapped in the region 50 to 250 nucleotides upstream of the "cap" site (1-3), but some transcripts are detected more than 1000 nucleotides upstream (4) .
The subsequent fate of these upstream initiated transcripts is less clear. At least a fraction of these transcripts can be isolated with polyadenylated RNA (4, 7) and are capped at their 5' termini (4). The upstream transcribed sequences are covalently linked to sequences of the mRNA structural gene suggesting the possibility that such transcripts may be processed to a mature mRNA size (2, 7) . Additional questions have been posed regarding the influences of transport and stability of the transcribed flanking sequences (8) . I wished to extend the investigations of the presence of upstream transcribed sequences in beta-globin RNA precursor molecules in induced Friend cells in order to detect any potential stable processing intermediates which contain the upstream sequences. 
RESULTS

Detection c>f_ Multiple Cellular RNA Species Containing Mouse beta-Globin
Structural Sequences
The detectability of multiple RNA species containing beta-globin • r* I Northern blot analysis of this poly A + and poly A~ RNA from induced and control cells is shown in Figure 5 . As in Figure 3C , Figure 5B shows that RNA bands which hybridize to the 5' flanking sequences most strongly are those in the precursor molecular size range. These precursor molecules appear to be A precedent exists for a eukaryotic regulatory factor which can and does bind both DNA and RNA molecules. The protein TFA III has been shown to be necessary for 5S RNA gene transcription by RNA polymerase III, and can be shown to bind specifically to the gene promoter (40, 41) . The functional binding site on 5S RNA has common sites with those recognized in the gene (42) (43) (44) (45) . A similar region of homology has also been uncovered in the TFIIIA coding sequences (46) . Association with RNA has been demonstrated also for an adenovirus DNA binding protein (47) .
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The effect of 5' flanking region transcripts on gene regulation by modulation of trans-acting factors as discussed above is a testable hypothesis, and points directly toward future studies in this area.
